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File: 0648-5921 -US/Final/ Frank/Chiumeow 

SEQUENCE LISTING 



SEQ ID NO: 1 

(i) SEQUENCE CHARACTERISTICS: 

5 (A) LENGTH: 954 amino acids 

(B) TYPE : amino acid 

(ii) MOLECULE TYPE: protein 

(iii) FEATURE: 

(A) NAME: Alpha 1 chain collagen 
10 (B) OTHER INFORMATION: /note="Where 

P = P * =Hydr oxypro line" 

41 

fa MAHYI TFLCMVLVLLLQNS VLAEDGEVRS SCRTAPTDLVF I LDGS YS VGP 50 
£J ENFEIVKKWLVNITKNFDIGPKFIQVGWQYSDYPVLEIPLGSYDSGEHL 100 
fHL5 TAAVESILYLGGNTKTGKAIQFALDYLFAKSSRFLTKIAWLTDGKSQDD 150 

i* 



1.1. 

r- 



VKDAAQAARDSKITLFAIGVGSETEDAELRAIANKPSSTYVFYVEDYIAI 2 00 

SKIREVMKQKLCEESVCPTRIPVAARDERGFDILLGLDVNKKVKKRIQLS 2 50 

PKKIKGYEVTSKVDLSELTSNVFPEGLPPSYVFVSTQRFKVKKIWDLWRI 3 00 



y LTIDGRPQIAVTLNGVDKILLFTTTSVINGSQWTFANPQVKTLFDEGWH 3 50 

jj|o QIRLLVTEQDVTLYIDDQQIENKPLHPVLGILINGQTQIGKYSGKEETVQ 400 

U FDVQKLRIYCDPEQNNRETACEIPGFCLNGPSDVGSTPAPCICPPGKPGL 450 

QGPKGDPGLPGNPGYPGQPGQDGKPGYQG I AGTPGVPGS PGI QGARGL PG 5 0 0 

YKGEPGRDGDKGDRGLPGFPGLHGMPGSKGEMGAKGDKGSPGFYGKKGAK 550 

GEKGNAGFPGLPGPAGEPGRHGKDGLMGSPGFKGEAGSPGAPGQDGTRGE 600 

2 5 PGIPGFPGNRGLMGQKGEIGPPGQQGKKGAPGMPGLMGSNGSPGQPGTPG 65 0 

SKGSKGEPGIQGMPGASGLKGEPGATGSPGEPGYMGLPGIQGKKGDKGNQ 700 

GEKGI QGQKGENGRQG I PGQQG I QGHHGAKGERGEKGE PGVRGAI GS KGE 750 

SGVDGLMGPAGPKGQPGDPGPQGPPGLDGKPGREFSEQFIRQVCTDVIRA 8 00 

QLPVLLQSGRIRNCDHCLSQHGSPGI PGPPGPIGPEGPRGLPGLPGRDGV 8 5 0 

3 0 PGLVGVPGRPGVRGLKGLPGRNGEKGSQGFGYPGEQGPPGPPGPEGPPGI 90 0 

SKEGPPGDPGLPGKDGDHGKPGIQGQPGPPGICDPSLCFSVIARRDPFRK 950 
GPNY 954 
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SEQ ID NO: 2 

(i) SEQUENCE CHARACTERISTICS: 

5 (A) LENGTH: 171 amino acids 

(B) TYPE: amino acid 

(ii) MOLECULE TYPE: peptide 

(iii) FEATURE: 

(A) NAME: von Willebrand factor A domain 

10 

DLVF I LDGS YSVGPENFE I VKKWLVNI TKNFD IGPKF I QVGWQYSDYPV 5 0 

P LEIPLGSYDSGEHLTAAVESILYLGGNTKTGKAIQFALDYLFAKSSRFLT 100 

K I A WLTDGKS QDD VKDAAQAARD S K I TL FA I GVGS ETEDAE LRA I ANKP 15 0 

*0 SSTYVFYVEDYIAISKIREVM 171 

« » 

1 : 
f° 

— il 
? 

\' h SEQ ID NO: 3 

Lij (i) SEQUENCE CHARACTERISTICS: 

?jo (A) LENGTH: 183 amino acids 

(B) TYPE: amino acid 

(ii) MOLECULE TYPE: peptide 

(iii) FEATURE: 

(A) NAME: Thrombospondin N- terminal -like domain 

25 

GFDILLGLDVNKKVKKRIQLSPKKIKGYEVTSKVDLSELTSNVFPEGLPP 50 
SYVFVSTQRFKVKKIWDLWRILTIDGRPQIAVTLNGVDKILLFTTTSVIN 100 
GSQWTFANPQVKTLFDEGWHQ I RLLVTEQDVTLY I DDQQ I ENKPLHPVL 15 0 

GILINGQTQIGKYSGKEETVQFDVQKLRIYCDP 183 

30 



SEQ ID NO: 4 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 509 amino acids 

(B) TYPE: amino acid 

(ii) MOLECULE TYPE: peptide 
5 (iii) FEATURE: 

(C) NAME: collagenous domain 

(D) OTHER INFORMATION: /note=" Where 
P=P*=Hydroxyproline" 

10 





GKPGLQGPKGDPGLPGNPGYPGQPGQDGKPGYQGIAGTPGVPGSPGIQGA 


50 




RGLPGYKGEPGRDGDKGDRGLPGFPGLHGMPGSKGEMGAKGDKGSPGFYG 


100 


T=sr 


KKGAKGEKGNAGFPGLPGPAGEPGRHGKDGLMGSPGFKGEAGSPGAPGQD 


150 


SJ 5 


GTRGEPGIPGFPGNRGLMGQKGEIGPPGQQGKKGAPGMPGLMGSNGSPGQ 


200 


3 i 
f 3 = 

Li. 


PGT PGSKGSKGE PGI QGMPGASGLKGE PGATGS PGE PGYMGLPG I QGKKG 


250 


T 


DKGNQGEKGIQGQKGENGRQGIPGQQGIQGHHGAKGERGEKGEPGVRGAI 


300 


Lj_ 


GSKGESGVDGLMGPAGPKGQPGDPGPQGPPGLDGKPGREFSEQFIRQVCT 


350 


yj 


DVIRAQLPVLLQSGRIRNCDHCLSQHGSPGIPGPPGPIGPEGPRGLPGLP 


400 


t.2 0 


GRDGVPGLVGVPGRPGVRGLKGLPGRNGEKGSQGFGYPGEQGPPGPPGPE 


450 


p 


GPPGISKEGPPGDPGLPGKDGDHGKPGIQGQPGPPGICDPSLCFSVIARR 


500 




DPFRKGPNY 509 
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SEQ ID NO: 5 






(i) SEQUENCE CHARACTERISTICS: 






(A) LENGTH: 2865 base pairs 






(B) TYPE: nucleic acid 






(iv) MOLECULE TYPE: cDNA 




30 


(v) FEATURE: Alpha 1 chain collagen 
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atggctcactatattacatttctctgcatggttttggtgctgcttcttcagaattctgtg 

ttagctgaagatggggaagtaagatcaagttgtcgtactgctccgacagatttagttttc 12 0 

atcttagatggctcttatagtgttggcccagaaaactttgaaatagtgaaaaagtggctt 180 

gtcaatatcacaaaaaactttgacatagggccgaagtttattcaagttggagtggttcaa 24 0 

5 tatagtgactaccctgtgctggagattcctctcggaagctatgattcaggagaacatttg 300 

acggcagcagtggaatccatactctacttaggaggaaacacaaagacagggaaggccatc 3 60 

cagtttgcgctcgattacctttttgccaagtcctcacgatttctgactaagatagcagtg 42 0 

gtacttacggatggcaaatcccaagatgacgtcaaggatgcagctcaagcagcaagagat 4 80 

agtaagataacattatttgctattggtgttggttcagaaacagaagatgccgaacttaga 54 0 

10 gctattgccaacaagccttcgtctacttatgtgttttatgtggaagactatattgcaata 600 

tccaaaataagggaagtgatgaagcagaaactttgtgaagaatctgtctgtccaacacga 660 

attccagtggcagctcgtgatgaaaggggatttgatattcttttaggtttagatgtaaat 720 

aaaaaggttaagaaaagaatacagctttcaccaaaaaagataaaaggatatgaagtaaca 780 

tcaaaagttgatttatcagaactcacaagcaatgttttcccagaaggtcttcctccatca 84 0 

"jjjjjs tatgtatttgtgtctactcaaagatttaaagtcaagaaaatttgggatttatggagaata 900 

ttaactattgatggaaggccacaaatagcagttaccttaaatggtgtggacaaaatctta 960 

ttatttacaacaaccagcgtaattaatggctcacaagtggttacctttgctaaccctcaa 102 0 

gttaagacgttgtttgatgaaggctggcaccaaattcgtctcttagtaacagaacaagat 1080 

Li, gtgactttgtatattgatgaccaacaaattgaaaacaagcccttacatccagttttaggg 114 0 

h20 atcttgatcaatgggcaaacccaaattggaaaatattctggaaaagaagaaactgttcag 12 00 

* tttgatgtccaaaagttgcgaatctactgtgacccagaacagaacaaccgggagacagca 12 60 

tgtgagattcctggattttgccttaatggtcccagtgatgtaggttcaactccagctccc 132 0 

tgtatttgtcctccgggaaaaccaggacttcaaggccccaaaggtgaccctggactgcct 13 80 

P gggaaccctggctaccctggacaacctggtcaagatggtaagcctggatatcagggaatt 14 4 0 

^25 gcagggacaccaggtgttccaggatctccaggaatacaaggagctcgaggactaccaggt 1500 

tacaaaggagaaccagggcgagatggtgacaagggtgatcgtggacttcctggttttcct 1560 

gggcttcatggcatgccaggatcaaagggtgaaatgggtgccaaaggagacaaaggatca 162 0 

cctggattttatggcaaaaagggtgcaaaaggtgaaaaggggaatgctggcttccctggc 1680 

ctccctggacctgctggagaaccaggaagacatggaaaggatggattaatgggtagtccc 174 0 

3 0 ggtttcaagggagaagcaggatcccctggtgctccggggcaggatggaacacggggagag 1800 

cctggaatcccaggatttcctggaaaccgaggattaatgggccaaaagggagaaattggg 1860 

cctccaggacagcaaggaaaaaaaggagccccagggatgcctggtttaatgggaagcaat 192 0 

ggctcaccaggccagcctggaacaccgggatctaagggaagcaaaggtgaacctggaatt 1980 

caagggatgcctggggcttctgggctcaagggagaaccaggagcaacgggttccccagga 2 04 0 

3 5 gaaccaggatacatgggtttacccgggattcaaggaaaaaagggggacaaaggaaatcaa 2100 

ggtgaaaaaggtattcagggtcaaaagggagaaaatggaagacagggaattccagggcaa 2160 

cagggaattcaaggccatcatggtgcaaaaggagagagaggtgaaaagggagaacctggt 2 2 2 0 

gtccgaggtgccattggatcaaaaggagaatctggggtggatggcttgatggggcccgca 2 2 80 

ggtcctaaggggcaacctggggatccaggtcctcagggacccccaggtttggatgggaag 2 34 0 

4 0 cccggaagagagttttcagaacaatttattcgacaagtttgcacagatgtaataagagcc 2400 

cagctaccagtcttacttcagagtggaagaattagaaattgtgatcattgcctgtcccaa 24 60 
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catggctccccgggtattcctgggccacctggtccgataggcccagagggtcccagagga 2 52 0 

ttacctggtttgccaggaagagatggtgttcctggattagtgggtgtccctggacgtcca 2580 

ggtgtcagaggattaaaaggcctaccaggaagaaatggggaaaaagggagccaagggttt 264 0 

gggtatcctggagaacaaggtcctcctggtcccccaggtccagagggccctcctggaata 2 7 00 

5 agcaaagaaggtcctccaggagacccaggtctccctggcaaagatggagaccatggaaaa 2 760 

cctggaatccaagggcaaccaggccccccaggcatctgcgacccatcactatgttttagt 2 82 0 
gtaattgccagaagagatccgttcagaaaaggaccaaactattag 2865 



10 



n 



\0 



m 
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